SEQUENCE LISTING 



<110> Walke, D. Wade 

Wilganowski, Nathaniel L. 

<120> Novel Human 7TM Proteins and Polynucleotides Encoding the Same 



<130> LEX-0135-USA 

<150> US 60/183,581 
<151> 2000-02-18 

<160> 9 

<170> FastSEQ for Windows Version 4.0 

<210> 1 

<211> 594 

<212> DNA 

<213> homo sapiens 

<400> 1 

atggatccaa ccaccccggc ctggggaaca gaaagtacaa cagtgaatgg aaatgaccaa 60 

gcccttcttc tgctttgtgg caaggagacc ctgatcccgg tcttcctgat ccttttcatt 120 

gccctggtcg ggctggtagg aaacgggttt gtgctctggc tcctgggctt ccgcatgcgc 180 

aggaacgcct tctctgtcta cgtcctcagc ctggccgggg ccgacttcct cttcctctgc 240 

ttccagatta taaattgcct ggtgtacctc agtaacttct tctgttccat ctccatcaat 3 00 

ttccctagct tcttcaccac tgtgatgacc tgtgcctacc ttgcaggcct gagcatgctg 3 60 

agcaccgtca gcaccgagcg ctgcctgtcc gtcctgtggc ccatctggta tcgctgccgc 420 

cgccccagac acctgtcagc ggtcgtgtgt gtcctgctct gggccctgtc cctactgctg 480 

agcatcttgg aaggaagcag tggcggctgc agcagaagtt ctgtggcttc ttatttagtg 540 

atggtgactc tggttggtgt cagacatttg atttcatcac tgcagcgtgg ctga 594 

<210> 2 
<211> 197 
<212> PRT 

<213> homo sapiens 
<400> 2 
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He 


He 
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Ser 
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Ser 
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Tyr 


Leu 


Ala 


Gly 


Leu 
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Met 


Leu 


Ser 
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Val 


Ser 


Thr 


Glu 


Arg 
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Arg 
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Arg 


Arg 
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Arg 
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Ser Tyr Leu Val Met Val Thr Leu Val Gly Val Arg His Leu lie Ser 

180 185 190 

Ser Leu Gin Arg Gly 
195 



<210> 3 

<211> 813 

<212> DNA 

<213> homo sapiens 



<400> 3 

atggatccaa ccaccccggc ctggggaaca gaaagtacaa cagtgaatgg aaatgaccaa 50 

gcccttcttc tgctttgtgg caaggagacc ctgatcccgg tcttcctgat ccttttcatt 120 

gccctggtcg ggctggtagg aaacgggttt gtgctctggc tcctgggctt ccgcatgcgc 180 

aggaacgcct tctctgtcta cgtcctcagc ctggccgggg ccgacttcct cttcctctgc 240 

ttccagatta taaattgcct ggtgtacctc agtaacttct tctgttccat ctccatcaat 300 

ttccctagct tcttcaccac tgtgatgacc tgtgcctacc ttgcaggcct gagcatgctg 360 

agcaccgtca gcaccgagcg ctgcctgtcc gtcctgtggc ccatctggta tcgctgccgc 420 

cgccccagac acctgtcagc ggtcgtgtgt gtcctgctct gggccctgtc cctactgctg 480 

agcatcttgg aagggaagtt ctgtggcttc ttatttagtg atggtgactc tggttggtgt 540 

cagacatttg atttcatcac tgcagcgtgg ctgatttttt tattcatggt tctctgtggg 600 

tccagtctgg ccctgctggt caggatcctc tgtggctcca ggggtctgcc actgaccagg 660 

ctgtacctga ccatcctgct cacagtgctg gtgttcctcc tctgcggcct gccctttggc 720 

attcagtggt tcctaatatt atggatctgg aaggattctg atgtcttatt ttggcatatt 780 

catccaagtt tcagttgtcc tgtcatctct taa 813 



<210> 4 

<211> 270 

<212> PRT 

<213> homo sapiens 



<400> 4 
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Gly 
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Gly 


Phe 
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Trp 


Leu 


Leu 


Gly 


Phe 


Arg 


Met 


Arg 


Arg 
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Ala 


Phe 
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Leu 
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Leu 


Ala 


Gly 
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Phe 
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Leu 


Cys 
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Phe 
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He 


He 
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Cys 
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Phe 
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Ser 
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He 
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He 
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Phe 
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Ser 


Phe 


Phe 
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Met 
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110 






Tyr 
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Ala 


Gly 


Leu 


Ser 


Met 


Leu 


Ser 


Thr 


Val 


Ser 
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Glu 


Arg 


Cys 






115 










120 










125 
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Ser 


Val 
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Trp 
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He 


Trp 


Tyr 


Arg 
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Arg 


Arg 
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Arg 


His 
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135 










140 
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Ala 


Val 
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Trp 


Ala 
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Ser 
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Gly 
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Gly 


Asp 
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Ser 


Gly 


Trp 
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Thr 


Phe 


Asp 


Phe 


He 


Thr 


Ala 


Ala 


Trp 


Leu 


He 
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185 










190 






Phe 


Leu 


Phe 


Met 


Val 


Leu 


Cys 


Gly 


Ser 


Ser 


Leu 


Ala 


Leu 


Leu 


Val 


Arg 






195 










200 










205 








He 


Leu 


Cys 


Gly 


Ser 


Arg 


Gly 


Leu 


Pro 


Leu 


Thr 


Arg 


Leu 


Tyr 


Leu 


Thr 




210 










215 










220 










He 


Leu 


Leu 


Thr 


Val 


Leu 


Val 


Phe 


Leu 


Leu 


Cys 


Gly 


Leu 


Pro 


Phe 


Gly 


225 










230 
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He 
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Trp 
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Trp 
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Trp 
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Leu 



2 



245 250 255 

Phe Trp His lie His Pro Ser Phe Ser Cys Pro Val lie Ser 
260 265 270 

<210> 5 

<211> 762 

<212> DNA 

<213> homo sapiens 

<400> 5 

atggatccaa ccaccccggc ctggggaaca gaaagtacaa cagtgaatgg aaatgaccaa 60 

gcccttcttc tgctttgtgg caaggagacc ctgatcccgg tcttcctgat ccttttcatt 120 

gccctggtcg ggctggtagg aaacgggttt gtgctctggc tcctgggctt ccgcatgcgc 180 

aggaacgcct tctctgtcta cgtcctcagc ctggccgggg ccgacttcct cttcctctgc 240 

ttccagatta taaattgcct ggtgtacctc agtaacttct tctgttccat ctccatcaat 300 

ttccctagct tcttcaccac tgtgatgacc tgtgcctacc ttgcaggcct gagcatgctg 360 

agcaccgtca gcaccgagcg ctgcctgtcc gtcctgtggc ccatctggta tcgctgccgc 42 0 

cgccccagac acctgtcagc ggtcgtgtgt gtcctgctct gggccctgtc cctactgctg 480 

agcatcttgg aaggaagcag tggcggctgc agcagccgat cctcaagctg gctctccaga 540 

gggctctgca ggacattgct gaggtggatc acagtgaagg atgcttccgt cagggcaccc 600 

cggagatgtc gagaagcagt ctggtgtaga gatggacagc ctctacttcc atcagatata 66 0 

tgtggctttg agaggcaact ttgcccctgt ctgtctgatt tgctgaactt tctcagtcct 720 

gattttaaaa cagttaagag agtccttgtg aggattaagt ga 762 

<210> 6 
<211> 253 
<212> PRT 

<213> homo sapiens 
<400> 6 
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He 
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185 
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fTTirrrirrr 



<210> 7 

<211> 609 

<212> DNA 

<213> homo sapiens 



<400> 7 

atggatccaa ccaccccggc ctggggaaca gaaagtacaa cagtgaatgg aaatgaccaa 6 0 

gcccttcttc tgctttgtgg caaggagacc ctgatcccgg tcttcctgat ccttttcatt 120 

gccctggtcg ggctggtagg aaacgggttt gtgctctggc tcctgggctt ccgcatgcgc 180 

aggaacgcct tctctgtcta cgtcctcagc ctggccgggg ccgacttcct cttcctctgc 240 

ttccagatta taaattgcct ggtgtacctc agtaacttct tctgttccat ctccatcaat 300 

ttccctagct tcttcaccac tgtgatgacc tgtgcctacc ttgcaggcct gagcatgctg 3 60 

agcaccgtca gcaccgagcg ctgcctgtcc gtcctgtggc ccatctggta tcgctgccgc 420 

cgccccagac acctgtcagc ggtcgtgtgt gtcctgctct gggccctgtc cctactgctg 480 

agcatcttgg aagggccgat cctcaagctg gctctccaga gggctctgca ggacattgct 540 

gaggtggatc acagtgaagg atgcttccgt cagggcaccc cggagatgtc gagaagcagt 600 

ctggtgtag 609 



<210> 8 
<211> 202 
<212> PRT 

<213> homo sapiens 



<400> 8 
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Leu 
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40 
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Val 
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Trp 
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Gly 


Phe 
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Met 
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Phe 
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Ser 


He 


Asn 


Phe 
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Ser 


Phe 


Phe 
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Met 
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Cys 
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105 
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Tyr 


Leu 


Ala 


Gly 


Leu 


Ser 


Met 


Leu 


Ser 


Thr 


Val 


Ser 


Thr 


Glu 


Arg 


Cys 






115 










120 










125 








Leu 


Ser 


Val 
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Trp 


Pro 


He 


Trp 


Tyr 


Arg 


Cys 


Arg 


Arg 


Pro 


Arg 


His 
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135 










140 










Leu 
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Val 


Cys 


Val 
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Leu 


Trp 
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Ser 
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145 
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155 
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Ser 


He 


Leu 


Glu 


Gly 


Pro 


He 


Leu 


Lys 


Leu 


Ala 


Leu 


Gin 


Arg 


Ala 


Leu 
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175 




Gin 


Asp 


He 


Ala 


Glu 


Val 


Asp 


His 


Ser 


Glu 


Gly 


Cys 


Phe 


Arg 


Gin 


Gly 
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Arg 
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<210> 9 

<211> 1825 

<212> DNA 

<213> homo sapiens 



<400> 9 

tataggagaa acccagataa gtgattggag tcagggcaaa tgctgagaaa catctcatgt 60 

ggtttcctgt gtcatactct tattttccag caccctctgt acaggaaatc acagggatgt 120 

tgagcatctt gataagcttc actcagtcat caggtttcac tccagatcct gcaggcatct 180 

ccccatcctc agctgtttgc cagtcccagg aaagcacttc tcaactcacc aactccagta 240 

gaaagaaggg tgttaagggg caccagtgga ggttttctga gcatggatcc aaccaccccg 300 

gcctggggaa cagaaagtac aacagtgaat ggaaatgacc aagcccttct tctgctttgt 3 50 



4 



ggcaaggaga ccctgatccc ggtcttcctg atccttttca ttgccctggt cgggctggta 42 0 

ggaaacgggt ttgtgctctg gctcctgggc ttccgcatgc gcaggaacgc cttctctgtc 480 

tacgtcctca gcctggccgg ggccgacttc ctcttcctct gcttccagat tataaattgc 540 

ctggtgtacc tcagtaactt cttctgttcc atctccatca atttccctag cttcttcacc 600 

actgtgatga cctgtgccta ccttgcaggc ctgagcatgc tgagcaccgt cagcaccgag 66 0 

cgctgcctgt ccgtcctgtg gcccatctgg tatcgctgcc gccgccccag acacctgtca 720 

gcggtcgtgt gtgtcctgct ctgggccctg tccctactgc tgagcatctt ggaagggaag 780 

ttctgtggct tcttatttag tgatggtgac tctggttggt gtcagacatt tgatttcatc 840 

actgcagcgt ggctgatttt tttattcatg gttctctgtg ggtccagtct ggccctgctg 900 

gtcaggatcc tctgtggctc caggggtctg ccactgacca ggctgtacct gaccatcctg 960 

ctcacagtgc tggtgttcct cctctgcggc ctgccctttg gcattcagtg gttcctaata 102 0 

ttatggatct ggaaggattc tgatgtctta ttttggcata ttcatccaag tttcagttgt 1080 

cctgtcatct cttaacagca gtgccaaccc catcatttac ttcttcgtgg gctcttttag 1140 

gaagcagtgg cggctgcagc aacccgatcc tcaagctggc tctccagagg gctctgcagg 12 0 0 

acattgctga ggtggatcac agtgaaggat gcttccgtca gggcaccccg gagatgtcga 12 60 

gaagcagtct ggtgtagaga tggacagcct ctacttccat cagatatatg tggctttgag 132 0 

aggcaacttt gcccctgtct gtctgatttg ctgaactttc tcagtcctga ttttaaaaca 1380 

gttaagagag tccttgtgag gattaagtga gacagtgcct atgaaacaaa cactaagtgc 1440 

agtgtctctg gaactgcctt actcacaggc ttccaccaca gccctatgag agctttgcca 1500 

actctgcggt ccatgactgt tcccactttt aatgaatcct acctttcgca gaaggctgaa 1560 

agcagggcag aaaagatcta catttctttg gacactgcac ttgataggga ctcaaagaat 1620 

gttatatttt taattaattt ctttttctct tccgtacaat ttctgtctca acaaaattag 1680 

aagaattaaa tttaaaacta gctccaaaag agcagtcgtc tttcattttg gcagacctta 1740 

agaatatccc cctagcttaa taaatctttt gttgaatggc ttaatgaatg aataaactgg 1800 

gtaatggtta aagttaaaac ctctg 1825 
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